ABSTRACT Acetobacter pomorum Oregon-R-modENCODE strain BDGP5 was isolated from Drosophila melanogaster for functional host-microbe interaction studies. The complete genome is composed of a single chromosomal circle of 2,848,089 bp, with a GϩC content of 53% and three plasmids of 131,455 bp, 19,216 bp, and 9,160 bp.
candidate protein-coding genes. Among them are genes essential for conjugation (traG [pApBDGP5A] ), plasmid replication (repA [pApBDGP5A and pApBDGP5C]), and toxinantitoxin (TA) modules associated with stable plasmid inheritance at cell division, including relE/stbE-relB/stbD (pApBDGP5A) doc-phd, yoeB-yefM, and vapC-B (pApBDGP5C) (reviewed in reference 14) .
Intriguingly, the bacterial chromosome also contains toxin-antitoxin modules for doc-phd, mazF-E, vapC-B, and hicA-B, thought in the chromosomal case to be important for bacterial stress response (reviewed in reference 15).
Our sequence has significant similarity to Acetobacter pasteurianus, being 98.8% identical by average nucleotide identity (ANI) (16) . Despite the sequence similarity, phenotypically, our strain belongs to the A. pomorum species based on its ability to grow in n-propanol and glycerol (17) . Accession number(s). The complete chromosome and three plasmid sequences of A. pomorum Oregon-R-modENCODE strain BDGP5 are deposited in GenBank under the accession numbers CP023657 (chromosome), CP023658 (plasmid pApBDGP5A), CP023659 (plasmid pApBDGP5B), and CP023660 (plasmid pApBDGP5C).
